. The greater detail allows the derivation of a phylogenetic tree for the sequences. Two pieces of data (the genetic distance between human and chimpanzee mtDNA sequences, and the known time since these two species diverged) are used to calculate a mutation rate, which in turn allows dates to be assigned to branches of the human tree. The tree supports the idea of an African origin, with a most recent common ancestor 171,500 +/-50,000 years ago. This was followed by a population bottleneck associated with the colonization of Eurasia from Africa.
